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. Changes in the V3 homologue region of SIVsmm Env (related to Figure 2 
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SM8 154w ST4 Figure S2 . Alignment of SIVsmm Env amino acid sequences (related to Figure 3 ). An R5/GPR15tropic Env sequence derived from SM2 early during infection is shown in the upper row. The V3 loop region is highlighted in light blue. The GGGDPE residues involved in CD4 binding, potential Nlinked glycosylation sites (yellow) and the gp120/gp41 cleavage site are indicated. Dots indicate identity with the reference sequence and dashes indicate gaps introduced to optimize the alignment.
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